ABSTRACT Bioinformatics tools have been recently applied to study the differentiation of the mammalian oocyte during folliculogenesis. In this review, we will summarize our knowledge of 1) the use of biological databases for the extraction of relevant information, 2) bioinformatics methods for knowledge extraction and representation, 3) the application of these methods to the study of mammalian oocyte differentiation and 4) state-of the-art prediction approaches for the assessment and estimation of the cell differentiation status.
Introduction
Change is the main theme that describes developmental and differentiation processes. For example, beyond the morphological zygote into a blastocyst or the in vitro differentiation of embryonic biological databases for the extraction of relevant information, 2) for assessing the differentiation stage of cells. 
ments. For instance, a researcher interested in the transcriptomic

Methods for knowledge extraction and representation
Enrichment analysis
One of the initial steps of any bioinformatics analysis is often candidate genes.
, 2009a
). An annotation Applications to -omics analysis in oogenesis and early embryogenesis Recently, there has been an increasing effort in leveraging the MII and MII the mammalian egg developmental competence. 
